Supplementary Table 1 Number of events contributing to the association signals detected in the discovery cohort and coverage of the candidate regions in the replication NIA LOAD Familial dataset Probe DGV CNV Number events Number probes Number probes LOAD Nearest gene SNP A-8600234  No  1  9  2  None  SNP A-8329031  Yes  2  9  2  CPNE4 intragenic  CN 1082571  Yes  5  3  0  ATP8A1  SNP A-8584575  No  1  5  2  COL22A1  SNP A-8327917  Yes  2  14 10 None
Supplementary Corr/Trend expected-log 10 P Corr/Trend -log 10 P 5 6
Supplementary Figure 1 . QQ plot after correcting the logR data of the total cohort for 16 principal components to remove batch effects prior to the copy number variation (CNV) analysis.
Supplementary Figure 3 . CNV events at CR1, one of the candidate loci from GWAS analysis and a subsequently confirmed CNV association locus. The pink and blue colored bars on the bottom depict the location of the low copy repeat regions and the site of the deletion is depicted with the blue line between the pink bars. The direction of the association in this study is consistent with the previous report by Brouwers et al. [1] .
